The analysis of high throughput genomic data requires the use of advanced bioinformatics techniques. As these techniques are often computationally very demanding, researchers may lack access to local hardware resources capable of supporting their execution. Furthermore, the technical sophistication of these approaches creates a barrier of adoption for non-computational biologists.
geWorkbench (www.geworkbench.org) aims to address these challenges. An open-source, graphical Java desktop application, geWorkbench provides access to a suite of tools for the analysis and visualization of data from various genomics domains. With over 70 distinct plug-ins, geWorkbench provides seamless access to remote data and computational servers enabling researchers with limited local resources to benefit from available, public infrastructure.
The following topics will be covered in a series of 3 seminars:
• Loading gene expression data from files and from caArray, NCI's array data repository 
